Twenty-six (48%) were successfully genotyped by sequencing the amplicon of the amplified 5' 149 VP1 region. Four different types of HEVs were detected. All of them belong to HEV-B species.
150
Thirteen of the detected HEVs (50%) were E18, 9 (34.5%) were coxsackievirus B5 (CVB5), 3 151 (11.5%) were E25 and 1 (3.8%) was CVB2. Demographic data, the clinical history and the gene 8 155 China and back. Cluster II and III had similar diversity indices, but without any significance.
289
Cluster III of CVB5 showed lower genetic diversity than the others (Table 4) 
301
In conclusion, the present study unravels three main clusters for each of the E18 and CVB5 with In the present work we analyzed the CVB5 genetic diversity in the 5' end of the VP1 gene, of 27 isolates 415 from North Africa and 77 strains isolated in 14 different countries, between 1952 and 2009. All CVB5 416 sequences divided first into two lineages and then into 4 genetic groups and 10 genomic clusters that 417 may correspond to different genotypes within the CVB 418 
